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HIV PR is an aspartyl protease and is required for cleavage of Gag, Gag-Pol, Pol and Nef precursors.
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Cleavage site:
« HIV-1 Pol cleavage site details

Localization:
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Function:
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Viral enzyme
«» Protease activity initiates virion maturation
» Processes Gag and Gag-pol polyproteins into mature chains
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ViralZone:HIV-1

PDB: 1AAQ (HIV-1 Protease)

SwissProt: PO4585 (HIV-1 HXB2 POL)

‘Chime Tutorial: Online Macromolecular Museum
Los Alamos HIV structure DB: Protease

EMBL: K03455 [EMBL/GenBank,/DDBJ)

BioAfrica: Pol Protein Data Mining Tool

Additional Information:

= Protease is an aspartyl protease
» Protease functions while in a homodimer

Genomic Location: fror)

Reference Sequences:
HIV-1 (HXB2):
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PQVTLWQRPL VTIKIGGQLK EALLDTGRDD TVLEEMSLPG RWKPKMIGGI GGFIKVRQYD QILIEICGHK
80 50 89
| |

ATGTVLVGPT PVNIIGRNLL TQIGCTLNF
[download in fasta format]

Length: 99 amino acids (residues 57 to 155)
Molecular Weight: 10779 Da
Theoretical pI: 8.83

Protein Domains/Folds/Motifs: rrom

InterPro signature for active site Aspartic Peptidase - IPR0O01969
InterPro signature for Retrovirus Peptidase A2A - IPRO01995
InterPro signature for Aspartic Peptidase Family - IPRO09007

Secondary Structure prediction: Predicted Motifs: Printer-friendly version
Antigenic Sites - EMBOSS:
5 potential sites & N-glycosylation: .. =

N-myristoylation: 3 potential sites

~
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Amidation: 5.0 o

Protein kinase C: | potential site o

Casein kinase II: 5 potential sites o

Tyrosine kinase: ;..

CAMP / cGMP kinase: ... =

Cell attachment motif: ... -

Asp Protease motif: 4 potential site ¢

Asp Prot Retro motif: | potential site &

Cysteine-rich Region: .. ~
Tryptophan-rich Region: .. =~

Zinc-finger CCHC motif: .., =

Leucine Zipper motif: ... -

Protein-Protein Interactions: [ror

« Protease cleaves the HIV Gag polyprotein
» Protease cleaves the HIV Gag-Pol polyprotein
» Protease cleaves the HIV Nef protein

Primary and Secondary Database Entries: ror

Identifiers:
ViralZone: HIV-1
PDB/MMDB: Search for HIV-1 & Protease
SwissProt: P04585 (HIV-1 HXB2 POL)
EC: 3.4.23.16
EMBL: K03455; AAB50259.1 [EMBL/GenBank/DDB]]
PIR: UNKNOWN
HIV: KD3455; UNKNOWNS$HXB2
InterPro: IPRO01969 / IPROD1995
Pfam: PFOO558; UNKNOWN
Prints: none
ProDom: PD186096 (1 - 16)
SCOP: S5F50630 Acid protease
BLOCKS: P04585
Prosite: P0O4585
ProtoMNet: PO4585
ProtoMap: P04585
PRESAGE: P04585
Database of Interacting Proteins: P04585
ModBase: P04585
Swiss-2DPAGE: 2D gel

BioAfrica Tools:
- Pol Protein Data Mining Tool provides real-time analysis of HIV-1 Pol isolates
- HIV Structure BLAST searches for similar HIV sequences that have known structures
- HIV Proteomics Resource contains protein sequence and structure analysis tools

Reviews and References: ror
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